• Background and aims Studies on oaks (Quercus spp.) have often been hampered by 1 taxonomic confusion, a situation further compounded by the occurrence of extensive 2 interspecific hybridization. In the present study, we used a combination of genetic 3 and morphological analyses to examine sympatric populations of Q. petraea and Q. 4 robur at the northwestern edge of their ranges in Northern Ireland, since it had 5 previously been suggested that hybridization could facilitate the apparent rapid, long-6 distance dispersal of oaks following the glaciations.
The taxonomy of oaks (Quercus spp.) has intrigued and perplexed many eminent 
24
Q. robur is an early-successional tree that is associated with base rich, clay soils, often Ireland (www.backonthemap.org.uk; Fig. 1 Foster City, CA, USA). Allele sizes were scored using the GENEMAPPER software 6 package (v4.1; Applied Biosystems) using LIZ-500 size standards, and were checked by 7 comparison with previously sized control samples. Chromatograms were all inspected 8 visually.
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All trees were also genotyped for five chloroplast microsatellite loci: μdt1, μdt3, robur. The program was run using 50,000 burn-in iterations followed by 500,000
20
Markov Chain Monte Carlo iterations. The analysis was carried out ten times and mean
21
values of the admixture coefficient, Q, were calculated for each individual.
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Levels and patterns of genetic diversity were calculated for populations containing at Comparison with the morphometric analysis indicated that Q = 0.00 corresponded to Q. (Table 2) .
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A total of 14 chloroplast haplotypes were detected, six of which were found in a 18 single individual ( but also the occasional sites where all three classes are found, such as Hillsborough.
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Although 45% of the individuals analyzed genetically were assigned to pure Q. Note that values on the y-axis vary from site to site. Correl Glen
